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TGAACCGCGCCGGGTTTGCCGGAGGCTCCAACTCGTGAGAAAGTGGAGCC --> IRL
TGGCCGCATAACTTAAACCAAACGGCCTCCGGCAAACCCGGCGCGGTTCA --> IRR (REVERTED)


>PlasmDOA9_398416_402975_+1
ATGAAACAATCTCTTGCAATTTTATCATGTTTGGTTTGCGGTTTGCTCGTTTTGAATGGG
ATCGCACTCGCAGACTCAATGCGACGCTACAGCTGCACCGTAGAGGGGTCCGATCGAGAG
CCGGTCGGTGATCGGGACGGGCACCTTATTGTCAGCCTCCAGTACACCTGTCACGTCGCC
AATGGAGCGCTGAAGGACTCGGGAATTACGGGACTGTTCGTCAGCGAATGGAGCAGCGAG
AAACAAACGTACTTGGCTTCTCTTGACGTTCATCGCGCGCTCGACGGATTTGCGGTTAGT
CAGCTCCTGGAGGGGATCGGCTCCTCCCTTATGGAGGACAACAGGGCTGCCGGCATTGCT
GCTTCCGGCAAGACTGTGTTTAAGTTTGCCTCAGGCTCGTTAGCGGTTCTCTCAGGAAGG
ACTGTGACTTTCACGACTAAGCCCCTCGACTATCGTCAATTCGAGATGGAGTTCACGGAT
TGGCCTGACACTATTCAGCCTAAATGAACCTGCTGCCGTCGCACCAAGGAT

TGAACCGCGCCGGGTTTGCCGGAGGCTCCAACTCGTGAGAAAGTGGAGCC --> IRL
TGAACCATGCCGGGGCTGTCGGAGGCCAGTTTGGTTTAAGTTATGCGGCC --> COMPLEMENTARY 

ATGCCTTGGGGGCCGGCAT
GGCGTAGTAGCGTTGCTCAGCTTCGACCGGCGGTATGTTGCCGATGGGCTCGAGGAGCCG
CCGGTTGTTGAACCAATCGACCCATTCTAGGGTGGCGAACTCGACAACCTGGAAGCTGCG
ACATAAGCGAAGTCGGAGAGCCAGGGGACATTCGGTCGTGGCTCCTTGAACTGGCGGTTG
ACGTGATCAGCGGGCAGGGCGCGGCCTTGTCGCTGAGCGTGGGCGGGCTTGCCGCGGATC
CCCCTTGCAAATCCATGTCCCGCATCAGCCGCGAGCCCGTGCAACGGGCAACATCGGCGC
CTTCGCGCTTGAGCTGTCGCCGGCAGCGTCGTCCTATTCAGAAAACAGCCGATGACATTG
AGCGGAGTTATTGGGCGCGCTTCTTGGGAAGCGAGCCGCCATTCAGCGCATCACCACACG
CTGCCGTCACGCCATGGGCCAGCCCAGTGCACCCTGCGAGAGCGATTCGATCCCGCCGCC
ACATAAAGCCAGCCCTCGACTGCCCAGAGATAGGCGAAGTCGGCGATTAGTTGTAGTACG
GCCGCTCAGCGGTAAACTCCCGATCCAGCAGATGCGCCGACACGATCTCGGCTGCCGACC
CCCGCCATTCATAAAGCGCCGGCGGGCCCCGCGCCCGCAAGCCCTGCAAGCGCATCAGCC
GCTGCTCGACCCGGTGCAGGGCACAATTCGCCCCGTCAGCCAGAAACTCGCGCCAGAGCC
GGCGCGCGCTATGAGTTCAGTCGCTGACGGCGAAGCTGGCCTTCACTTTGCCGCCGAGAC
CAACGTCCTGCGGGCCCTGACGCTTGGTGAGTGGTTACGCCCATTGAAGCTCGACCGCGA
TACCCCCAGCGCATCGCATAGCCATGCCACCGGCCAGATTGTCCGGCGCCTCGCGATGAA
GACGAACTTCATGTCGCTCCTTCGCGAAGACGGCTGCGGCCTTCCTAAGAAACAGCCAAT
GCCCGGGTCCACTTGCAGGACGAAGCCGAGTGACTTGGCACGTCGCCTCAGATTGGCGAC
GACACGGCCGCGATATTGTTCTTCGTAGTGATCAGCACCCGGATCCCTGTAGGTCATGCC
GTGCCGGAGCGTATTGTAGAACAGAACTGCTATTTTGCGAGCGGTTGCCGTCACCGCGTT
TGGCTTGCCGGCGCGCAAAGCCAGCCGTCGATAAAATGCGCCAAGCGCCGTATCGCTCCA
CCCAACCGAGGTCGCTGCAAGCCGCAGCAGTGCCGCTGCCCGACTGGACGATCGCCGCAT
GCGCGAAGATAGTAGCTTGCCACCGGAGATATTGTTTGGGCCTCCCCTAAATCGGTGGAC
ACCTATAGCTCAGGCAGCGAGAGGTGTCAGATGGCGAAACGGCAGCGTCGGTCCTATTCG
GACGAGTACAAGCGACAGGCAGTTGATCTGGTTGTATCGAGCGGCCGCTCGGCGAAGTCG
ATATCGAAGGAGCTCGGGCTCGACGGCTCCGTGCTCAGCCGATGGGCGAAGGAGCTGGTC
ACAGTGGCAGCGGGCGGCAGCGCCGCGGCGCCCACGCCGCAAGCGGCGGTGCCGTCGGCG
GACCAGGCTGACATGATCGCCAAGTTGCAGCGGGAAAACGAACAGCTGCGCATGGAGCGC
GACATTTTGAAAAGGTCGATCGCGATCTTTGCTGGACCCCGGACGAAGGGTTCCGCTTTA
TCGAAGATCGCCGTGCGGACTAATCCGGTTGAGGTCATGTGCCGCGCGCTCGGCGTCTCG
CCTGCAGGCTATTAGGCGGTCGCGCCCGGAAAGCCTCCGGGCCTTGGCCAATCGAGAGCT
GCTGGATGCTATTAAGCGGGTTCGTCGCGATAGCCGTGGTCGCTATGGCAGCCCGCCATC
CAGCCGAGGACGCCGTATAGCGCTGTCCTGACGTCGAACGACGGTGTGTTAACCTGCTTG
GTCTTTACCCGCGGCCTGGAGAGCTCGCCGATCGGCTTGGCTCCTTTGTCAGTCAGCGCC
GTGATCAAGGATTCCAGCTTGCGGTCACAATCGAGCATCTTGGCCTGGTAGGTGTCGTAG
AGCTCCGGCGACTGGGTCAGTGCGAAGACAAGTTCGTCCCGATCGTTGCCTACCAGTGCG
GCGCGGATGGTCTCGATGGTGTATTGACAGCGCACGTCACGGTAGGTCGCCAACACGTCA
GCATTCCGCTCGCCTGCCACAATAGCTCGGATAATCCGCATCCCGGTCGCGCCCGTGGTG
TCGGAGACGACGTGATGAAGTTGCAAGTTCATCTCCATCAGGGCCTTCTGCATGTGCTGG
ATATGAGCGGCTGCATATTCGACTAGCCGCTCTCGCTGGCGGAGATAGGCGCGTAGCGTC
GCAATATCGGCATCAGGCCGGAAGCTGCCGCGCAGCAAAACCACAGGAATGAAGCTGGCG
CAGCCAAGCGACGTCACTGACATCAGTTTTTGCGTCCAGGCACGCTCTTGGCGTAACGTG
CGTTGACCAGAATGACGTCGAACCACGCTGCTCGAGAATCTCGTACACCGGGATCCAATA
GACCCCCGTGGATTCCATCGCGACACCGATC

ACGCCGCACGCTTTGAACCAATCCGCCACTTCGTGCAGGTCCTGCGTGAATGT --> COMPLEMENTARY
TGGCCGCATAACTTAAACCAAACGGCC---TCCGGCAAACCCGGCGCGGTTCA --> IRR

GCCAAATGCACGCACCGGCGTGCCGGTGCCGCCTGG
GTCGACCGCCGCCATGTGCATTTTTGACCCTATGTCGATGGCGGCGGCTTCAACGTTGAC
CGGCTTTAATCCGGGCGGCCACCGGCAGGCGTCTTCGGCATTGCAACTCCTCCATCCAGT
CATGGGGCTGGAGGGTCTGGGTTATGCCAATCGTCATCCTCCAAATCGGGATCGCCGTCC
GAACAGCGTCACCATTCTCACGTTCCCATCCACCCATTGGCCTCCAGCTTGGCGACCTCA
CGGCGCTGCGGCTCGATCTCTTGCTGCTCGGGCTTCATCTGCCCATGCCGGGGAACGCCT
GTACCGGGTCAGGGCCGAACTCCTTCACCCATTTGCGCAGTACGTACTCATGAACCCCCC
GGTCGCGGCCGGCTTGCGCCACCGACACCCCGCGCTCCCTGACACGCTTGACCGCTTCGA
TCTTGAACTCTCGGCTAAACTTCCGTCTCTGCATGGCCAACCTCCGGCTTGATAAAACAC
CCAATCTCGGGTCCATCAAAACGGCAGCAGCTCACTGCCTGCTATCAATTTTGGCGGAAA
CTAGTTTGCACCATGTCCGACGAATCTAACCAGAGTCGGGATCTGTAGTAAGGCTGTTGC
AAGCCCTTTTCCGTTACTAATTGTTACATGCCTTGGCAAAGCGGTCTTTCGCAGGGGTCG
TGGAGCGTACGCTCCCGGCGTCCAACTCATTGCGCCGAGGCGGTTACATGATGCCCATAG
GAGGCAGAGGCATCGATGGCCGAGCGCTTGCAACCCCTGAGGGCAAGTCGCGGTTCGCCT
CACACATGCGCCAATGTGGCGCACCCCTTGGATTGAGTGGCCTCACGCAGCCAAATAGGC
GCGAGAGGCTCGCCCGGCACGTGGCAATTGGGATGAGTAATGCCCGATTTTCGCGCCTCA
TCGCACCTGGAGAGAACCCGATGGGGGGGAGCTGCACCGGGGCATATCCTCCCGTGGGGA
CCGGATTGTTAATGCTAGTTGGCCTTGTCGCTGCTCTAGGAACGTTGTTGTTAGGTCCGC
GGCATCGCAGATACCAAACGCCGACGTGACACCACTGGTCTCGAACTACGAATTGGCCAA
AAACACGACATATGACCGGCAACCCTGCTTTTCTTTCGGCGGCCAACTCCGACTTATCCG
GAGCGGGGCCCTATCATCTTAGCCGTCCGCCAAGCCTGGACGCGCCAGAGATCTTGCTGT
CGATCGCAGAACAACTCGCCGCACTCTATCGGCTCGAGCTCGCGCTTGAGGCGGTCGCCG
GGTTAATACAGTCGCGGCTTGGGATGCAACATTCCGTGGTGTGTCCAAGTCTTGCCGAAA
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TGATCCTCCCTCGTTTCAGTGGACACCCATGCTAGCTTTTCGGAGCTGGA --> IRL
GATGGAACGCAGAGCGGCTTAACCCC-GTCCACTTTCTCGGGGGAAGATCA --> IRR (REVERTED)

From >>PlasmDOA9_404488 to 408844_+1 
TCGTACTTGACCGGAGGCGAGCTGCAACTTCATCAGGTCTGGTTTGTAGGCATGAGATCT
CACCTTGCCCCGGCCATAATCCAGTTCGAAGCTCGTTTCGGCGCCCAGTGAGGACCGGAA
GGAGCATGAGGCTGACGCTGGTCCGTGGCGGAAGCCGAGCGCAAGCGACGCCAGCATCTA
CCAGTGGAAAGCCAAGTTCGGCGGAACGGACGTCTCGGAAGCCAAGCGGCCGAAGACGCT
GGAGGACGAGAACACGCGGGTCAGGCAGGCGAATGATCATGCGCTTCGTGCCGATTAAGA
CGCTGGGATTGACGCCACAGTCTCATTCAAACGGAGGCAAACAGCGGCTGGGACGAATAC
CGAAGATGGCAAGTCCGGAATTCCGCCCTCTCCTCGTTGCCAGGGAACGGCCGTCTTGCG
GGTTCTCCGAACCGGCGCTTGGGCGCGCCGTGGCTGAAGGCGCTTCTTGCCAGACGGCCC
TTTAAGGTCGTTGCTGTCCCGCAGGCCAATAAGATGAGCGGATCACCTGGGCGCTCCTGA
ACGAGGGCGAAATTGGCGTCCTGACCCCCAATAGCGATTACCGCGGTCGCCGTCTGATGG
ACGCCATGACCGCCAAAACGATCTGATCGGCGCAGGCCGGCAGAGGCAAGGTGCAACAAC
AGGCGATGAACCCATGGGACGAAATCCCGAAAGAAACGTGGCACTCACCGAATGTCGGCC
TCGACGACACTCTGGAGTACTGTCGCCGCCATAAAGGGCTCTTATTGTGCTACCAGGTAG
ATGCGGCAAGACACAGGAAATAGGGTTGCAACGGCCCGCCATGCCGGTTCGGCCGACCCA
TTGAGAATGTGGATGCCCTTTATCATAACAATCGATTTCACCGACGCCGGTCAAGCTTGC
TACTGGTGACACGGCGTCGGATCTGCTGAGAGTTATACGTTGAGAAATCGCTCCCGTGAC
GGCGTCGCTTCGGGAAGGCTCGCTGGCCTCCAAACGGAACCTTATAACGAGTGCTCATGA
CGACCATGATGAATAGTATCAGAAACGCAACCTCGACGGAAATAATGGGAATGCGAGATC
AGGCATTGGCGTGGTGGCTACCGAAGCTGAAACACTATGCATCTTGTTTGCGGCTGCTAG
AGAGCGCCTTACCCGTTCGTCGGCCTCACCTTGAGTCGCTTGCTGACCCGCCTGCTCCGG
TCGGTTGCAGCACTTCTCATGAACATCTCAGGCAAAGTATCGAGTCGCGAATCGCAGAGA
TTGGAAGGTTAGTAGGCGAAGGTGAAAAGCCGGTCGAAGCAACCCGGCATCTCGCTGACC
TGGCGAACGCGCTCATATTCGCGCAGCTCGGCATCTTTTCCAAAGTCAAATTGGTCAGTA
CCGAGACAGCCGGCGGCCTCACGAACCGTGCTCCCTTAGAGACGAGCGGGATCTATGAAC
CGGATGCGCTTTTGAGGCTTGGCCATTTGTTCGACAAAGCTGTATTGGCGTTAACTCCGA
ATTTGCGAACGCAAGCCAATAAAGCAGAGATCGCAAAACTTATCCTCGGCCGGGCATCTG
AAAGCAAAGCCGAGCAATGTCTTTTCATTAGGCTTGTCATTGCGATTGTTGCCGCCGCCG
AAGGGATGTAACGCCTGGCGGCCATTGTACGTTACGCAATATGATTTCGGCACCCGCAAA
GCAGCTGTCGAGGTGCTCAACCTCGGCATTTGCTGTGTCTCCCGCCGTGGCGAGGTGCGG
CGAAGCCAGACC

TGATCCTCCCTCGTTTCAGTGGACACCCATGCTAGCTTTTCGGAGCTGGA --> IRL
TGAGCCTCCCCTAATTCGGTGGACACCGAGCTTAGGCAGCAAGAGGTGTC --> COMPLEMENTARY

AGATGGCGAAACGGCAGCGACGGTCCTATTCGGACGAGTACAAGCGGCAAGCAGTTGA
CCTGGTTTTGTCGAGCCGGCGCTCGGCGAAGTCGGTCTCGAAGGAGCTCGGGCTCGACGG
CTCGGTGCTAAGCCGATGGGTGGCGGAGCGGGGCACCGTGGCAGCCGGCGGCAGCGCCGA
GGCTCCCACACGGCAAGCGGCGGTGCCGTCGGCGGACCAGGCTGACGTGATCGCGCGGCT
GCAGCGGGAAAATGAGCAGCTGCGGATGGAGCGCGACATTTTAAGAAAGTCGATCGCGAT
CTTCGCTGGACCCAAGACATGAGATTCCGCTTCATCGAAGATCGCCGCGCGGATTATCCT
GTCAAGGTCATGTGCCACGTGCTCGGGATCTCTCCTGCAGGCTACTATGCTTGGCGGGCG
CGCCCGGAAAGCTCTCAGGCCGCTGCCAATCGCGAGCTGCTGGAGAACATCAGGCGGGTT
CATCGCGACACCCATGGTCGCTATCGCAATCCGCGCATTCATGCCGAACTCAAGGCCCAG
GAACACCATGCAAGCCGTGGCCGGATCGAGCGGCAAATGCGCTGCCATCTCGGCCGGCCT
GCGGCGATGCCGCACCACCGATAGCGGGCATGGCTTCCCGATCGCGCCAAACCTGCTCGA
CCGGAACTTCTCGGCCGCCATGCGCAATCAGGTCTGGCTCGCCGACATCACCTATGTCTG
GACCGGAGAGGGCTGGCGTACCTGGCCGCCATCATGGATCTGTGCACTCGCCGTATCGTG
GGTTGGGCGATGGACGAGCATCTGCGCACCGAATTGCCGCTCGCCGCATTACGAATGGCC
ATCAAGGGACAAGGGCCCGGAGCCGGGCTGATCCATCACTCCGATCGCGGCACCCAATAT
GCTTCGACCGAGTACCGCCAGGCGCTGCAAGCCGCCGGCTTCCGGCCCTCGATGAGCCGT
AGAGCCGACTGCTACGACAATGCCCCGATGGAAAGTTTCTTCCATACCCTCAAGACCGAA
CTGGTCCATCACCGCAAATATGCAGCTCGCGATGAAGCACAACGCGACATCTTTGCCTAT
ATCGAGGGCTTCTATAATCAAACCCGCAGACACTCGGCCATCGGCTATATCAGCCCGATC
G

AGATGGAGCTAAAATCGGCTTGATCCCAGTCCACTTTTTTGGGGCAAGATCA --> COMPLEMENTARY
GATGGAACGCAGAGCGGCTTAACCCC-GTCCACTTTCTCGGGGGAAGATCA --> IRR


GGCCGCG
CTGCCACCGCGTCGCAGAGGGCACCAACCTCAATTCACTCCGCTCCGCTGCTAATGGATA
GCACTTCGGCGCGAGGTCACTGAAACACCGCTTCATTTTCCACATGCCATCCGAGGTACG
TCTTGCGGCGTTGTGCGATCCGCTCATGGCCCTGGAACCGGAAAAGCTCGCGTGTCGAAT
CAGGAGAGAAGCCAGAGGATAGCACGAAAGATAAGTATCCACGTTGTAAGGCAGAAAAGT
ACCCCGAACAGCCATACTCTCGCTCTGAATCGGCGGCGCCAGTTTACAAGTTCCGATGCA
CAACCGTTGAAGCGTCGACCGCGGACGACGTCAATCATTTCCCGGTAATTGCCAAAAACA
AAATATGAGCGATTACTTCGGATGTACCTTATCCGATCTTGAGGTGAAAGGCACCATTCC
CAGACGTACTGCGCCTCCTCCAGCACACTGTCCAACCTTGGCCTATACTTTCGGGAGTTG
GGTGCACGCCGCTCAATGAGCGGCGAGTTGGAGTGAAGCGATCGCGGGCTCTCGGTAAGC
GTGAACATTTGCCGAAACATCAAAGTGAACCTTTTCGAAATACTTCGGACGATGCGTACA
ATGTGACGTAACGAGAGAATCAAGAGGATCAGGCGCAGTGCATCATCTATTTCTGTACAA
GGCCGGTGGCGGGGACCTCGAGTTCGAGTGCCAGCACCGGATAACGGCCGGATGTGAGCA
CGGGTACTGTGGCCGGCATAGGCCGGGCGCCGCTGGCTAACGGACTTTCAGCTCCTGAGG
CAGCAGATAGTGCGTATATTGTTTATCGTATAAGTAGCGGCCAGTTGAGCTAGCCCCCGG
GAACGTAGGACATGGGCGATGCGGCCTCGCCGAGAAAGAATGATCAACTGATTAGGAAAA
GGCTTGAATCGCACGCGACTGGAGATCGTACGATGCAGGGAAATGGTGAACTGCGAGACG
AGTCACAGGAAGCGGTGACCCAGCCCGGATGCCCCTCAAACTGCCGCTCGTGGCGCGGCT
GACCGTGTAGGCGGCTGCAAATGGACAAGGTTTGAATGGCTCAAGATGAACCGCTTGAAC
GTTATTGTCGTAGCACTTGTATACGTTCAACTGCACCTGCACACGATATGACGATACCGC
GCCAGCACTCAACGGTCCTAACCTCCTAGAGGACATAATGCATCAAAGGCAACTCAACTG
GTGCCTCTGGATCTGTAAAATGAACTGCTGTTTGATCGCGTTCAGTATTGTTGCAGCGAT
GAGCATTTTGTCAGTACGGTGTGCCAAAGCCAACGAATCGCTTCCAGCTGCGCAGGAAAC
GCAGGCGTGTATGCCCGAGCGTCGTTCGTTTCTGTAG
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BLASTN 2.2.31+

Reference:
Zneng Znang, Scott Schuartz, Lukas Wagner, and lebb Miller (2000),
"A greedy algorithm for aligning DNA sequences”, J Comput Biol 200;
7(1-2):203-14.

Database: ISFinder_Nucl
5,352 sequences; 7,881,917 total letters

Query-
Lengtn=4357
:i;‘.'.';";“:fﬂfl‘i';::::‘g 1S Family Group Origin fl‘;‘“’;; E.value

1SCausp1 153 183 Caulobacter sp 87 3ed7
1SRpa2 153 15407 Rhodopseudomonas palustris 87 et
158m2 153 15407 Brucella meltensis 798 3etd
1SRled 153 15407 Rhizobium leguminosarum B8 2et2
1SXaut 153 15407 Xanthobacter autotrophicus 600 3e08
18511 153 15407 Caulobacter crescentus 580 1ed7
1SMdis 153 153 Methylobacterium dichloromethanicum 50 2606
15Pyes7 153 15407 Paracoccus yesi 501 3e05
1sD1 153 15407 Desulfovibrio vulgaris 461 5ed4
1SBcen? 153 153 Burkholderia cenocepacia 41 0002
1SAeme20 183 183 Acromonas media 21 0007
1SAvet 1st10 st Acromonas veroni 21 0007
1SObat 153 15407 Oceanicola batsensis 21 0007
1SRde1 153 1551 Roseobacter denitficans 21 0007
15Shsp3 153 183 Sphingomonas sp. 21 0007
1SAs31 153 153 Acromonas salmonicida 01 008
1SMsm7 153 153 Mycobacterium smegmatis 01 008
ISHar2 183 183 Herminiimonas arsenicoxydans 01 008
1SAs16 1st10 st Acromonas salmonicida 2 o .
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Accession number Transposition Origin Host
NZ_AATH01000002 ND Caulobacter sp Caulobacter sp. K31
DNA section IS Length : 1262bp
Ends

Insertion site
Left flank Direct repeat Right flank DR Length
AGAGGTCETC GGETEARATC o

DNA sequence
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m‘;ﬁ;‘ﬁ_"'ﬂg’g 1S Family Group Origin fl‘;‘“’;; E.value
1SRu2 183 1551 Rhizobium tropici 976 1e19
1SXau2 183 1551 Xanthobacter autotrophicus 897 ded7
1SAzs24 183 1551 Azospiilum sp 798 3ets
ISAl4 183 1551 Azospirilum fipoferum 778 tet3
1SMiod 183 1551 Mesorhizobium lot 778 tet3
1SDsh1 183 1551 Dinoroseobacter shibae 560 5ed7
1SA4 183 1551 Agrobacterium tumefaciens 520 8elb
1SMex33 183 1551 Methylobacterium extorquens 501 3e05
1SPpu9 15110 Pseudomonas pufida 501 3e05
1SAzspt 183 1551 Azotobacter sp. 481 1e04
15868 183 1551 Agrobacterium tumefaciens 481 1e04
1SPen2 183 1551 Pseudomonas entomophila 441 0002
1SPea2 183 1551 Pelobacter carbinolicus 41 0002
1SAisp2 183 1551 Acidovorax sp. 41 0002
1SNamo24 1520015605 IS1341  Naironomonas moolapensis 21 o007
1SMca2 183 183 Methylococeus capsulatus 21 o007
1SPyed2 183 1551 Paracoceus yeei 01 0029
1SRdet 183 1551 Roseobacler denitrficans 82 012
1SSyth3 1SLre2 Symbiobacterium thermophilum 62 046
1SAzs10 185 Azospiilum sp 62 046
1SMch5 183 1551 Methylobacterium chloromethanicum 62 046
1SMext4 15256 Methylobacterium extorquens B2 046 <
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